Transcription cDNA: 9.4 kb; coding sequence: 2.9 kb.
DNA/RNA
Transcription cDNA: 9.4 kb; coding sequence: 2.9 kb.
Protein
Description 968 amino acids; 116 kDa; contains a leucine zipper (amino acids 412-433) and a region with homology to talin, a cytoskeletal associated protein (amino acids 861-900).
Expression
Wide; brain in particular.
Localisation
Membrane associated protein.
Function
Probable role in the cytoskeleton organization.
Homology
With Sla2p (SLA2 gene product in yeast).
Implicated in
t(5;7)(q33;q11)/myeloid malignancies →
PDGFRb -HIP1

Disease
Yet unknown: only one case of chronic myelomonocytic leukaemia. Hybrid/Mutated Gene 5' HIP1-3' PDGFRb.
Abnormal Protein
Nearly all of HIP1, including the leucine zipper and talin homology domains, is fused to the transmembrane and tyrosine kinase domain of the PDGFb. Oncogenesis Constitutive activation of PDGFb (by tyrosine autophosphorylation).
To be noted
Note: HIP1, as its name indicates, interacts with huntingtin, the protein mutated (expansion of CAG/glutamine repeats) in Huntington's disease (progressive chorea, dementia, and depression or psychotic disorders; OMIM 143100).
